Supporting information: Figure 1 S

Wild-tvoe : 100

Unmethvlated : 100

Methylated : 100

cons : 100 PWS_F

Wild-type TCATTCCGGTGAGGGAGGGAGCTG CACGCCTGCGCGGCCGC

Unmethylated  TTATTTTGGTGAGGGAGGGAGTTGIGATTTTTGTATTGTGGTAAATAAGITATGTTTGTGTGGTTGT

Methylated TTATTTCGGTGAGGGAGGGAGTTGIGATTTTTGTATTGCGGTAAAT. ACGTTTGCGCGGTCGT

cons - wmw B B I - o -

Wild-t AGAGGCAGGCTGGCGCGCATGCTCAGGCGGGGATGTGTGCGAAGCCTGCCGCTGCTGCAGCGAGTC

Unmethy ated AGAGGTAGGTTGGTGTGTATGTTTAGGTGGGGATGTGTGTGAAGTTTGTTGTTGTTGTAGTGAGTT

Methylated AGAGGTAGGTTGGCGCGTATGTTTAGGCGGGGATGTGTGCGAAGTTTGTCGTTGTTGTAGCGAGTT

cons Lt T I T N i T I P - MK MO MOK WO

Wild- tyg TGGCGCAGAGTGGAGCGGCCGCCGGAGATGCCTGACGCATCTGTCTGAGGAGCGGTCAGTGACG

Unmethylated TGGTGTAGAGTGGAGTGGTTGTTGGAGATGTTTGATGTATTTGTTTGAGGAGTGGTTAGTGATG

Methylated TGGCGTAGAGTGGAGCGGTCGTCGGAGATGTTTGACGTATTTGTTTGAGGAGCGGTTAGTGACG(G

cons LR R I 2 L b L I =~ 0 WA M RO RN RORORORCRORCR OO RO R e
PWS_R

Wild-ty ATGGA AAGGTCAGCT TGCCGGTGGCTTCTCTCAAGAGACAGCCTGGGGAGCGGCCACTT

Unmethy ated GTTTTTTTTAAGAGATAGTTTGGGGAGTGGTTATTT

Methylated ATGGAGCGGGTAAGGTTAGTT GTCGGTGGlI|||||lAAGAGATAGTTTGGGGAGCGGTTATTT

cons MEE N mEE EEEEE MR wE e MM MR M W M EEEE e M -

Wild-t ? TTATTCATCA

Unmethylated TTATTTATTA

Methylated TTATTTATTA

cons

Fig. 1 S - Bisulfite treated DNA amplified with PWS_F and PWS_R primers
followed by a bisulfite Sanger sequencing. The bisulfite sequence DNA was
compared to a wild-type DNA to identify the nucleotides presented in Wild-type,
Unmethylated and Methylated alleles. The nucleotide presented in all of 3
situations was marked with *. The variance along this sequence region is directly
related to the unmethylated cytosines converted by bisulfite treatment. The
arrows and boxes indicates the primer direction and the localization of each

primer, respectively.



